Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.047; wR factor = 0.101; data-to-parameter ratio = 13.9.
Related literature
For related structures and further synthetic details, see: Shahwar et al. (2009a,b) . For graph-set notation, see: Bernstein et al. (1995) . Refinement R[F 2 > 2(F 2 )] = 0.047 wR(F 2 ) = 0.101 S = 0.93 2801 reflections 201 parameters H-atom parameters constrained Á max = 0.19 e Å À3 Á min = À0.26 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON. supplementary materials Acta Cryst. (2012) . E68, o1818 [doi:10.1107 Experimental 3-(4-methylphenyl)-2-sulfanylidene-1,3-thiazolidin-4-one (0.419 g, 0.2 mol) (prepared according to the method: Shahwar et al. 2009a), 2-hydroxybenzaldehyde (0.244 g, 0.2 mol) and K 2 CO 3 (0.553 g, 0.4 mol) were dissolved in distilled water (10 ml) and continuously stirred for 24 h. The mixture was neutralized with 5% HCl and the crude product obtained was recrysrallized in ethylacetate to get the yellow needles of (I).
Refinement
The H-atoms were positioned geometrically (C-H = 0.93-0.96 Å, O-H = 0.82 Å) and refined as riding with U iso (H) = xU eq (C, O), where x = 1.5 for methyl groups and x = 1.2 for other H atoms. View of the title compound with displacement ellipsoids drawn at the 50% probability level.
Computing details

Figure 2
The partial packing, showing that molecules form dimers with R 2 2 (16) and other ring motifs. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.19 e Å −3 Δρ min = −0.26 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
(5Z)-5-(2-Hydroxybenzylidene)-3-(4-methylphenyl)-2-sulfanylidene-1,3-thiazolidin-4-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.32730 (6) 
